**Abstract**

**Background:** A functional polymorphism in the promoter region of the serotonin transporter (5-HTT) gene-linked polymorphic region (5-HTTLPR) of the human serotonin gene \[SLC6A4\]), alters its transcription. Short allele (S/S) variation decreases the transcriptional efficacy of serotonin, is associated with increased risk of major depressive disorder (MDD) in response to stressful life events. The aim of this study was to identify the genotype distribution for the serotonin transporter polymorphism (5-HTTLPR) in a sample of severe major depressive disorder patients in Bandung, Indonesia.

**Methods:** Data were available from a sample of 40 severe MDD patients defined by DSM-IV diagnostic criteria. 19 (47,5%) men and 21 (52,5%) women, ages 17--54 years was assessed through Structured Clinical Interview For DSM-IV Axis I Disorders and have a 17-item Hamilton Depression Rating Scale of 18 or higher. The 5-HTTLPR variant was genotyped according to published protocols. Three allele variants of the gene polymorphism were identified based on the PCR fragment sizes: short (S; 486bp, 14 repeats), long (L; 529bp, 16 repeats), or extra-long (XL; 612 bp, 20 repeats)

**Results:** The HDRS score was 21,42±1,920. This study exhibits high frequency of S/S genotype (50%), lower frequency of L/S genotype (30%), L/L genotype (17,5) and L/XL (2,5%) in severe MDD patients.

**Conclusions:** These results support the possibility of serotonin transporter polymorphism role in the etiology of MDD.
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